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TITLE 
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CDS 
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CAF33259 325 aa linear PLN 04-MAR-2004 

unnamed protein product [ Penici Ilium citrinum] . 

CAF33259 

CAF33259. 1 GI : 45112868 
embl accession CQ769141. 1 

Penicillium citrinum 
Penicillium citrinum 

Eukaryota; Fungi; Ascomycota; Pezizomycotina; Eurotiomycetes; 
Eurotiales; Trichocomaceae; mitosporic Trichocomaceae; Penicillium. 
1 

Asako,H. and Shimizu,M. 

Modified reductase and its gene and use thereof 
Patent: EP 1386961-A 04-FEB-2004; 
Sumitomo Chemical Company, Limited (JP) 

Location/Qualifiers 

1. .325 

/organism="Penicillium citrinum" 
/ db_xre f= " t axon : 5077 " 
1. .325 

/name="unnamed protein product" 
1. .325 

/coded_by="CQ769141 . 1 : 1 . . 978" 



// 



1 msngktftls ngvkipgvgf gtfasegskg etytavttal ktgyrhldca wyylnegevg 
61 egirdflken psvkredifv ctkvwnhlhr yedvlwsidd slkrlgldyv dmflvhwpia 
121 aekngqgepk igpdgkyvil kdltenpept wramekiyed rkarsigvsn wtiadlekms 
181 kfakvmphan qieihpflpn eelvqycfsk nimpvayspl gsqnqvpttg ervsenktln 
241 eiaekggntl aqvliawglr rgywlpkss npkriesnfk sielsdadfe ainavakgrh 
301 frfvnmkdtf gydvwpeeta knlsa 
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Sequence 2 
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97 8 bp 
from Patent EP1386961. 

GI: 45112867 
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REFERENCE 
AUTHORS 
TITLE 
JOURNAL 

FEATURES 

source 



CDS 



ORIGIN 



Penicillium citrinum 
Penicilliurn citrinum 

Eukaryota; Fungi; Ascomycota; Pezizomycotina; Eurotiomycetes ; 
Eurotiales; Trichocomaceae; mitosporic Trichocomaceae; Penicillium. 
1 

Asako,H. and Shimizu,M. 

Modified reductase and its gene and use thereof • 
Patent: EP 1386961-A 2 04-FEB-2004; 
Sumitomo Chemical Company, Limited (JP) 
Location/Qualifiers 
1. . 978 

/organism= M Penicillium citrinum" 
/mol__type="unassigned DNA" 
/db xref="taxon: 5077 " 
1. .978 

/note="unnamed protein product" 
/codon_start=l 
/protein id=" CAF33259 . 1 " 
/db_xref="GI : 45112868" 

/ translation="MSNGKTFTLSNGVKI PGVGFGTFASEGSKGETYTAVTTALKTGY 
RHLDCAWYYLNEGEVGEGIRDFLKENPSVKREDIFVCTKVWNHLHRYEDVLWSIDDSL 
KRLGLDYVDMFLVHWPI AAEKNGQGE PKI GPDGKYVI LKDLTENEE PTWRAMEKI YED 
RKARSIGVSNWTIADLEKMSKFAKVMPHANQIEIHPFLPNEELVQYCFSKNIMPVAYS 
PLGSQNQVPTTGERVSENKTLNEIAEKGGNTLAQVLIAWGLRRGYWLPKSSNPKRIE 
SNFKSIELSDADFEAINAVAKGRHFRFVNMKDTFGYDVWPEETAKNLSA" 

1 atgtctaacg gaaagacttt cacattgagc aacggcgtca agattcctgg cgtcggcttt 

61 ggtaccttcg ctagtgaagg ttccaagggc gagacctata ctgctgtcac cactgccctg 

121 aagaccggtt accgtcactt ggactgtgcc tggtactacc tgaacgaggg tgaggttggt 

181 gagggtatcc gtgacttcct gaaggagaac ccctcggtga agcgtgagga catcttcgtc 

241 tgcaccaagg tgtggaacca cctccaccgt tatgaggacg tcctctggtc cattgacgac 

301 tccctgaagc gtcttggact tgactacgtt gatatgttcc tcgttcactg gcccattgct 

361 gccgagaaga atggccaggg tgagcccaag attggccctg acggcaaata cgtcattctc 

421 aaggacctga ccgagaaccc cgagcccaca tggcgcgcta tggagaagat ttatgaggat 

481 cgcaaggcca ggtccattgg tgtctccaac tggaccattg ccgaccttga gaagatgtcc 

541 aagttcgcca aggtcatgcc tcacgccaac cagatcgaga ttcacccctt cctgcccaac 

601 gaggagctgg tgcagtactg cttctccaag aacattatgc ccgtggccta ctctcctctg 

661 ggctcgcaga accaggttcc caccaccggt gagcgggtca gcgagaacaa gactctgaac 

721 gagatcgccg agaagggcgg caacaccctt gctcaggttc ttattgcctg gggtctgcgc 

781 cgtggctacg tcgttctccc caagagctcc aaccccaagc gcattgagtc caacttcaag 
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841 agcattgagc tctccgatgc cgactttgaa gccatcaatg ccgttgccaa gggtcgtcac 
901 ttccgtttcg tcaacatgaa ggatactttc ggatatgatg tctggcccga ggagaccgcc 
961 aagaacctgt ctgcgtga 



Disclaimer | Write to the Help Desk 
NQBi | NLM | NM 



Dec 8 2005 13^3:13 



http://www.ncbi.nlm. nih.gov/entrez/vi ewer.fcgi?val=CQ769 14 1.1 



12/15/05 



Database : UniProt_05 . 80 : * 

1 : uniprot_sprot : * 
2 : uniprot_trembl : * 

Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 
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Database : A_Geneseq_21 : * 

1: geneseqpl980s : * 

2: geneseqp!990s : * 

3: geneseqp2000s : * 

4: geneseqp2001s : * 

5: geneseqp2002s : * 

6 : geneseqp2003as : * 

7 : geneseqp2003bs : * 

8: geneseqp2004s : * 

9: geneseqp2005s : * 

Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 
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Abb77965 
Ade39629 
Adh44214 
Adll8258 
Adk70247 
Adm46686 
Adm46567 
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Adn97092 
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Penicilli 
Penicilli 
Penicilli 
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325 amino 
Penicilli 
Wild-type 
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Mutant Pe 
Mutant Pe 
Mutant Pe 
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RESULT 1 

US-10-004-115B-1 

Sequence 1, Application US/10004115B 
Patent No. 6884607 
GENERAL INFORMATION: 
APPLICANT: ASAKO, HIROYUKI 
APPLICANT: MATSUMURA, KENJI 
APPLICANT: SHIMIZU, MASATOSHI 
APPLICANT: I TO, NOBUYA 
APPLICANT: WAKITA, RYUHEI 

TITLE OF INVENTION: PROCESS FOR PRODUCING OPTICALLY ACTIVE 
TITLE OF INVENTION: 4 -HALO-3 -HYDROXYBUTANOATE 
FILE REFERENCE: 7372-72249 

CURRENT APPLICATION NUMBER: US/10/004 , 1 15B 
CURRENT FILING DATE: 2001-12-06 
PRIOR APPLICATION NUMBER: JP 2000-372704 
PRIOR FILING DATE: 2000-12-07 
PRIOR APPLICATION NUMBER: JP 2001-006144 
PRIOR FILING DATE: 2001-01-15 
PRIOR APPLICATION NUMBER: JP 2001-026594 
PRIOR FILING DATE: 2001-02-02 
PRIOR APPLICATION NUMBER: JP 2001-175175 
PRIOR FILING DATE: 2001-06-11 
NUMBER OF SEQ ID NOS : 37 
SOFTWARE: Patent In Ver . 3.2 
SEQ ID NO 1 qojrf' ^Sty 

LENGTH : 325 H * <f ^ 

TYPE : PRT V ^ 

ORGANISM: Penicillium citrinum 
US-10-004-115B-1 

Query Match 100.0%; Score 1731; DB 2; Length 325; 

Best Local Similarity 100.0%; Pred. No. 3.3e-177; 

Matches 325; Conservative 0; Mismatches 0; Indels 0; Gaps 0; 

MSNGKTFTLSNGVKI PGVGFGTFASEGSKGETYTAVTTALKTGYRHLDCAWYYLNEGEVG 60 

I M I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I I II I I I I I I I I I I I I Ml 
MSNGKTFTLSNGVKI PGVGFGTFASEGSKGETYTAVTTALKTGYRHLDCAWYYLNEGEVG 60 

.EG I RDFLKENP-S VKRED I FVCTKVWNHLHR YEDVLW SI DDSLKRLGLD YVDMFLVHW P I A 120 

Ml III MM II 1 1 1 1 II Mill I III 1 1 II 1 1 1 1 II M I III I II 1 1! II MM I III I 

EGIRDFLKENPSVKREDIFVCTKWNHLHRYEDVTjWSIDDSLKRL^LDYvTJMFLVHWPIA 120 
AEKNGQGEPKIGPDGKYVILKDLTENPEPTWRAMEKIYEDRKARSIGVSNWTIADLEKMS 180 

M I III III I II II 1 1 II III Mill I Ml Ml MM II M 1 1 II M II MM I III II I 

AEKNGQGEPKIGPDGKWILKDLTENPEPTWRAMEKIYEDRKARSIGVSNWTIADLEKMS 180 
KFAKVMPHANQIEIHPFLPNEELVQYCFSKNIMPVAYSPLGSQNQVPTTGERVSENKTLN 24 0 

I llllllll MIMI III III III M III III II I II IIIIMI I II MM MM MM I 

KPAKVMPHANQIEIHPFLPNEELVQYCFSKNIMPVAYSPLGSQNQVPTTGERVSENKTLN 24 0 
EIAEKGGNTLAQVLI AWGLRRGYWLPKSSNPKRI ESNFKSI ELSDADFEAINAVAKGRH 300 

M 1 1 II M 1 1 II 1 1 M II II I II III I II I II I II 1 1 1 1 II II 1 1 II II I III M 1 1 M I 

E I AE KGGNTLAQ VL I AWGLRRGYVVLPKSSNPKR I ESNFKSI ELSDADFEAINAVAKGRH 300 
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Database : PIR_80:* 
1: pirl:* 
2: pir2:* 
3: pir3:* 
4: pir4:* 

Pred. No. is the number of results predicted by chance to have a 
score greater than or equal to the score of the result being printed, 
and is derived by analysis of the total score distribution. 

SUMMARIES 

% 

Result Query 

No. Score Match Length DB ID Description 
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